ABSTRACT Here, we report the 5.2-Mb genome sequence of a bioflocculant-producing bacterial strain, Citrobacter freundii IFO 13545, which consists of 5,209,670 bp with a GϩC content of 51.5% and 4,853 predicted coding sequences (CDSs). The genes related to the biosynthetic pathway of the bioflocculant were localized on the genome map.
content) were compared with the complete genome sequence of C. freundii CFNIH1 using the BLAST Ring Image Generator (BRIG) (15) . As shown in Fig. 1C , these scaffolds cover almost all the genome sequence of CFNIH1, and at least 8 copies of Sc2 (the rRNA gene cluster) exist in the scaffold gaps. The complete set of genes related to the biosynthetic pathway of the bioflocculant (16) were found and are shown in Fig. 1C . Data availability. The genome and plasmid sequences of C. freundii IFO 13545, consisting of the 13 scaffolds, have been deposited at DDBJ/ENA/GenBank under the accession numbers BHWY01000001 to BHWY01000013. The BioProject number is PRJDB7528, and the BioSample number is SAMD00143536. The raw sequencing data are available in the DDBJ Sequence Read Archive (DRA) under the accession number DRA008059.
